. Probability of the zero Mutant droplet number according to different values of (p, N, R) (%) Table S2 . ddPCR and PNA-ddPCR results of 25 SWS patients.
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A statistical consideration of the detection limit of ddPCR
We assume that the proportion of the mutant allele frequencies (fractional abundance; FA) can be approximately calculated using the following formula:
where N =(Mutant droplet number + Wild-type droplet number). Let us denote p as the true proportion of Mutant. Then, Mutant droplet number will be distributed according to the binomial distribution with parameters N and p. With the replication number of the experiment R, the probability of the zero Mutant droplet number can be calculated as follows:
Using the above formula, we calculated q according to different values of (p, N, R). The result is summarized in the following Table S1 .
From the table, the worst probability of the zero Mutant droplet number with p = 0.25% is 0.7% (N=2000, R = 1) while that with p = 0.10% is 13.5%. Thus, it will be reasonable to set the detection limit at 0.25%. positive only by PNA-ddPCR.
